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10 <130> FILE REFERENCE: 7181-1 
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15 <160> NUMBER OF SEQ ID NOS : 19 

17 <170> SOFTWARE: Patentln version 3.3 

19 <210> SEQ ID NO: 1 

20 <211> LENGTH: 359 

21 <212> TYPE: PRT 

22 <213> ORGANISM: Escherichia coli 
24 <400> SEQUENCE: 1 
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82 Asp Ala Asp lie Ala His Ala Leu Met Ser lie Asn Ala Val Lys Gly 

83 225 230 235 240 

86 Val Glu lie Gly Asp Gly Phe Asp Val Val Ala Leu Arg Gly Ser Gin 

87 245 250 255 



90 Asn Arg Asp Glu lie Thr Lys Asp Gly Phe Gin Ser Asn His Ala Gly 


91 






260 








265 






270 






94 Gly He Leu Gly Gly He Ser Ser Gly Gin Gin He He Ala His Met 


95 




275 








280 








285 








98 Ala Leu Lys Pro Thr Ser Ser : 


He Thr Val Pro Gly Arg Thr He Asn 


99 
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Arg 
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Pro 


103 


305 
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<210> SEQ ID NO: 


: 2 






















119 


<211> LENGTH: 388 






















120 


<212> TYPE: 


PRT 
























121 


<213> ORGANISM: 


Streptococcus pneumoniae 
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<400> SEQUENCE: 


2 
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Val 


Val 
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He 
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Val 


Pro Glu 
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Thr 
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Val 


Ala 


Glu 


He 
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Gin 


Arg 


Ala 


Ala 


Gin 


Ser 


Glu Val 


Ser 


He 


Val 


170 
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Gin 


Glu 


Arg 


Glu 


Gin 


Glu 


He 


Lys 


Asp 


Tyr 


He Asp 


Gin 


He 


Lys 


174 
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He 


Pro 
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Leu 
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Lys Pro Leu 
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315 
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205 


Met 
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Val 
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He 


Glu 
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Glu 


Pro 
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Ala 


Thr Val Glu 


206 










325 
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<210> SEQ ID NO 


: 3 
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<211> LENGTH: 388 




















227 


<212> TYPE: 


PRT 






















228 


<213> ORGANISM: 


Enterococcus faecalis 
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<400> SEQUENCE: 


3 
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Val 
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313 
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Val 
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Val 
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Glu 


Ala 


317 
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<210> SEQ ID NO: 


: 4 
























333 


<211> LENGTH: 388 
























334 


<212> TYPE: 


PRT 


























335 


<213> ORGANISM: 


Staphylococcus aureus 
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<400> SEQUENCE: 
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Met 
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367 


Ala 


Asp 


Leu 


Leu 


Gly 


Gly Met 


Lys 


Tyr Asn 


His 


Arg Asp 


Leu Arg Asn 


368 
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120 
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371 


Val 


Leu 


Glu 


Arg 


Ser 


Ser Ala 


Arg 


Glu Thr 


Ala 


Ala Arg Val Ala Val 


372 




130 








135 








140 




375 


Gly 


Ala 


Leu 


Cys 


Lys 


Val Leu 


Leu 


Glu Gin 


Leu 


Asp He 


Glu He Tyr 


376 


145 










150 






155 




160 


379 


Ser 


Arg 


Val 


Val 


Glu 


He Gly 


Gly 


He Lys Asp 


Lys Asp 


Phe Tyr Asp 


380 










165 






170 






175 


383 


Ser 


Glu 


Thr 


Phe 


Lys 


Ala Asn 


Leu 


Asp Arg 


Asn 


Asp Val 


Arg Val He 


384 








180 








185 






190 


387 


Asp 


Asp 


Gly 


He 


Ala 


Gin Ala 


Met 


Arg Asp 


Lys 


He Asp 


Glu Ala Lys 


388 
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200 
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391 


Thr 


Asp 


Gly 


Asp 


Ser 


He Gly 


Gly 


Val Val 


Gin 


Val Val 


Val Glu Asn 


392 
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215 








220 




395 


Met 


Pro 


Val 


Gly 


Val 


Gly Ser 


Tyr 


Val His 


Tyr 


Asp Arg 


Lys Leu Asp 


396 


225 










230 






235 




240 


399 


Gly 


Arg 


He 


Ala 


Gin 


Gly Val 


Val 


Ser He 


Asn 


Ala Phe 


Lys Gly Val 


400 










245 






250 






255 


403 


Ser 


Phe 


Gly 


Glu 


Gly 


Phe Lys 


Ala 


Ala Glu 


Lys 


Pro Gly Ser Glu He 


404 








260 








265 






270 


407 


Gin 


Asp 


Glu 


He 


Leu 


Tyr Asn 


Thr 


Glu Leu Gly 


Tyr Tyr Arg Gly Ser 


408 






275 








280 






285 




411 


Asn 


His 


Leu 


Gly 


Gly 


Leu Glu 


Gly 


Gly Met 


Ser 


Asn Gly Met Pro He 


412 




290 








295 








300 




415 


He 


Val 


Asn 


Gly 


Val 


Met Lys 


Pro 


He Pro 


Thr 


Leu Tyr 


Lys Pro Leu 


416 


305 










310 






315 




320 


419 


Asn 


Ser 


Val 


Asp 


He 


Asn Thr 


Lys 


Glu Asp Phe 


Lys Ala Thr He Glu 


420 










325 






330 






335 


423 


Arg 


Ser 


Asp 


Ser 


Cys 


Ala Val 


Pro 


Ala Ala 


Ser 


He Val 


Cys Glu His 


424 








340 








345 






350 


427 


Val 


Val 


Ala 


Phe 


Ala 


He Ala 


Lys 


Ala Leu 


Leu 


Glu Glu 


Phe Gin Ser 


428 






355 








360 






365 




431 


Asn 


His 


He 


Glu 


Gin 


Leu Lys 


Gin 


Gin He 


He 


Glu Arg Arg Gin Leu 


432 




370 








375 








380 




435 


Asn 


Val 


Glu 


Phe 
















436 


385 






















439 


<210> SEQ ID NO: 


: 5 














440 


<211> LENGTH: 368 














441 


<212> TYPE: 


PRT 
















442 


<213> ORGANISM: 


Bacillus subtilis 








444 


<400> SEQUENCE : 


5 














446 


Met Arg Tyr Leu Thr Ala Gly Glu Ser His Gly 


Pro Gin 


Leu Thr Thr 


447 


1 








5 






10 






15 


450 


He 


He 


Glu Gly Val 


Pro Ala Gly Leu Tyr 


He 


Thr Glu Glu Asp He 


451 








20 








25 






30 


454 


Asn 


Phe 


Glu Leu Ala Arg Arg Gin Lys Gly His 


Gly Arg Gly Arg Arg 


455 






35 








40 






45 




458 


Met 


Gin 


He Glu Lys Asp Gin Ala Lys He 


Met 


Ser Gly Val Arg His 


459 




50 








55 








60 
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